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I 1841845 [gb|AAB47537.l| lectin [Xenopus laevisl 


40 6 
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149115332 |gb|AAH73311.l| Unknown (protein for MGC:80711) ... 
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gi 


1 13 09423 9 i dbi 1 BAB32787 ll serum 1 erf in [T.pthpTifprnTi -i 3n nn 
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gi 


| 1079283 | pir | S49589 cortical aranule lectin - African nl . . 
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I 11095793 |gb|AAG30025.l| putative interlectin FOncorhvnch. . . 
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I 31196141 | ref |XP 307018.1! ENSANGP0 0 0 0 0 0 1 6440 TAnonheles ... 
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I 42524003 | ref |NP_969383 .1 | hypothetical protein predicted... 
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[4505065 | ref |NP_ 003541 . 1 | MADl-like 1; MAD1 (mitotic arre . . . 
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I 47086505 | ref |NP .997939.1! Unknown (protein f or MGC : 77116 .. . 
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| 31200947 | ref |XP 309421 . 1 | ENSANGP000000112 52 TAnooheles ... 
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I 41107704] ref jXP 031401.4 | EGF-like-domain, multiple 3 [H... 
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l42820328|emb|CAF31637.l[ keratin associated protein 5-8 ... 
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38372386 |sp|Q9BYQl |KR95 HUMAN Keratin associated protein... 
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38 


0 


.39 
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399492|sp|P02675|FIBB HUMAN Fibrinoaen beta chain precur... 
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1176163l|ref|NP 005132. 1| fibrinogen, beta chain preprop. . . 
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223002 |prf| 1 0401173A fibrin beta 
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gi | 182430 |gb|AAA52429 .1 | beta- f ibrinoaen precursor 
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2781208 |pdb| lFZAjB Chain B, Crystal Structure Of Fibrino... 
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49258694|pdb|lRE3|B Chain B, Crystal Structure Of Fraame . . . 


3 8 


0 


39 


M 


gi 


47217467 | emb | CAG10236 . 1 1 unnamed protein product fTetrao. . . 
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gii 47479508 ! gb | AAH695 60 . 1 | KRTAP9-2 protein THomo sapiensl 
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oi 1.30409360 Idbj lBAC76375.ll ficolin-1 [Xenopus laevisl 
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34880777 j ref | XP_222794 . 2 I similar to tenascin-N [Rattus 
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0 . 
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gil 


7441528 jpirj {A25052 fibrinogen beta chain - sea lamprey ... 
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gi 1 


21757165 j dbi IBAC05042 . 1 | unnamed protein product [Homo s... 
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23200381 jpdbj 1LWU[B Chain B, Crystal Structure Of Fragme... 
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gi | 28195392 1 ref | NP_084495 . 1 | tripartite motif -containina; 42... 
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gi | 30409364 | dbj j BAC7 637 7 . 1 | ficolin-3 [Xenopus laevis] 
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4752252 5 j dbj \ BAD2 0197 . 1 [ keratin associated protein [Horn... 




2 


.5 






j.Jo / boJo j aP^ 1 BAB41 1 8 1 . 1 { hypothetical protein TMacaca fa... 
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47209640 | emb i CAF93081 . 1 | unnamed protein product TTetrao... 


35 
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21685564 jdbi IBAC02696. 1 | SREC-5 [Homo sapiensl 
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32041310 j ref j ZP 00138893.1 | COG2087: Adenosvl cobinami de . . . 
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42661152 !refiXP__375452.l| similar to keratin associated ... 
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33598927 jrefiNP 663324. l| scavenger receptor class F r me... 
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33598933 IrefjNP 663326. 1| scavenger receptor class F r me... 


34 
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34 
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21685560 Idbj |BAC02694.1| SREC-3 THorno sapiensl 


3 4 


5 . 


6 


B 


qj[ 


3386666 [dbj_L BA A32041 . 1 [ D4 dopamine receptor (D4DR) [Tar... 


34 
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□ >g i 170 19846 | db j | BAA 9 0 8 9 3_jJ_ H unnamed protein product [Homo sapiens] 



gi | 8 0 96221 [ dbj IBAA96094.1 | 
gi j 180917 83 [ gb j AAL58 07 3 . 1 | 

gij. 2.0377 087 igMMM^.91Al.,Al 

gi 137181843 | gb|AAQ8872 5 . 1 J_ 



B intelectin [Homo sapiens] 
H endothelial lectin HL-1 [Homo sapiens] 
U intestinal lactoferrin receptor [Homo sapiens] 
B ITLN [Homo sapiens] 
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gi 1 3 7724 0 12 1 gb I AAO17801 . 1 1 H intelectin [Homo sapiens] 

gi | 449 7 612 9 | qb 1 AAS49907 . 1 [ H omentin [Homo sapiens] 

gi [48146565 | emb I CAG33505.1 1 ITLN1 [Homo sapiens] 
Length = 313 

Score = 677 bits (1747), Expect = 0.0 

Identities = 313/313 (100%), Positives = 313/313 (100%) 
Frame = +1 

Query: 103 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 282 

MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 
Sbjct : 1 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 60 

Query: 2 83 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 46 2 

ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 
Sbjct : 61 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 12 0 

Query: 4 63 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 642 

NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 
Sbjct: 121 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 180 

Query: 643 HNLFGIYQKYPVKYGEGKCWTDNGPVI PWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 82 2 

HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 
Sbj ct : 181 HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 240 

Query: 82 3 FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 10 02 

FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 
Sbjct : 241 FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 3 00 

Query: 10 03 RE I TEAAVLLF YR 1041 

REITEAAVLLFYR 
Sbjct: 3 01 REITEAAVLLFYR 313 



□ > gi 1 3154298 6 | ref | NP_0 60095 . 2 [ H intelectin; endothelial lectin HL-1; intestinal 
[Homo sapiens] 

gi | 180 883 58 1 gb j AAH2 0 6 64. 1 1 H Intelectin [Homo sapiens] 
Length = 313 

Score = 674 bits (1738), Expect = 0.0 

Identities = 312/313 (99%), Positives = 312/313 (99%) 

Frame = +1 

Query: 103 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 2 82 

MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 
Sbjct : 1 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 6 0 

Query: 2 83 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 462 

ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKA YPEGDGNWANY 
Sbjct : 61 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKAVYPEGDGNWANY 120 

Query: 463 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 642 

NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 
Sbjct: 121 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 180 

Query : 643 HNLFGIYQKYPVXYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 822 

HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 
Sbjct: 181 HNLFGIYQKYPVKYGEGKCWTDNGPVI PVVYDFGDAQKTASYYSPYGQREFTAGFVQFRV 240 
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Query : 823 FNNERAANALCAGMRVTGCNTEHHC IGGGGYF PEAS PQQCGDFSGFDWSGYGTHVG YSSS 10 02 

FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 
Sbjct : 241 FNNERAANALCAGMRVTGCNTEHHC IGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 300 

Query: 1003 REITEAAVLLFYR 1041 

REITEAAVLLFYR 
Sbjct: 3 01 REITEAAVLLFYR 313 



O > gi I 3772400 5 jgbl AA017 800 .1 1 H intelectin [Homo sapiens] 
Length = 313 

Score = 672 bits (1733), Expect = 0.0 

Identities = 311/312 (99%), Positives = 311/312 (99%) 

Frame = +1 

Query: 103 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 2 82 

MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 
Sbjct : 1 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 6 0 

Query : 283 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 462 

ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKA YPEGDGNWANY 
Sbjct : 61 ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKAVYPEGDGNWANY 12 0 

Query: 463 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 642 

NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 
Sbjct : 121 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 180 

Query: 643 HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 822 

HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 
Sbjct : 181 HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 240 

Query: 82 3 FNNERAANALCAGMRVTGCNTEHHC IGGGGYF PEAS PQQCGDFSGFDWSGYGTHVGYSSS 10 02 

FNNERAANALCAGMRVTGCNTEHHC IGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 
Sbjct : 2 41 FNNERAANALCAGMRVTGCNTEHHC IGGGGYF PEAS PQQCGDFSGFDWSGYGTHVGYSSS 3 00 

Query: 1003 REITEAAVLLFY 1038 

REITEAAVLLFY 
Sbjct: 3 01 REITEAAVLLFY 312 



G > gi 1 18254480 ! ref 1 NP_543 154 . 1 , | H intelectin 2; endothelial lectin HL-2 [Homo sap: 

gi 1 180 917 85 | g b [ AAL58 07 4 , 1 | 11 endothelial lectin HL-2 [Homo sapiens] 

.gi | 37182928 | gb j AAQ89264 .1 [ 8 ITLN2 [Homo sapiens] 
Length = 325 

Score = 562 bits (1449), Expect = e-159 

Identities - 265/319 (83%), Positives = 283/319 (88%), Gaps = 5/319 (1%) 
Frame = +1 

Query: 10 0 TMNQLSFLLFLIATTRGWSTDEANTY FKEW-TCSSS-PSLPRSCKEIKDECPSAFDG 2 64 

TM +L FLLF T G S A+ + + E+ TC+ S SLPRSCKEIK+ C SA DG 

Sbjct : 7 TMTRLCFLLFFSVATSGCSAAAASSLEMLSREFETCAFSFSSLPRSCKEIKERCHSAGDG 6 6 

Query: 2 65 LYFLRTENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGD 444 
LYFLRT+NGV+YQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQG+KADYPEGD 
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Sbjct: 


67 


LYFLRTKNGVVYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGNKADYPEGD 


126 


Query: 


445 


GNWANYNTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTG 


624 






GNWANYNTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNS+LLRYRT+TG 




Sbjct: 


127 


GNWANYNTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSALLRYRTNTG 


186 


Query: 


625 


FLQTLGHNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAG 


804 






FLQ LGHNLFGIYQKYPVKY GKCW DNGP I PWYDFGDA+KTASYYSPYGQREF AG 




Sbjct : 


187 


FLQRLGHNLFGIYQKYPVKYRSGKCWNDNGPAIPWYDFGDAKKTASYYSPYGQREFVAG 


24 6 


Query: 


805 


FVQFRVFNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTH 


984 






FVQFRVFNNERAANALC AG+ + VTGCNTEHHC I GGGG +F P+ P+QCGDFS FDW GYGTH 




Sbjct: 


247 


FVQFRVFNNERAANALCAGIKVTGCNTEHHCIGGGGFFPQGKPRQCGDFSAFDWDGYGTH 


306 


Query: 


985 


VGYSSSREITEAAVLLFYR 1041 








V S SREI TEAAVLLFYR 




Sbjct: 


307 


VKSSCSREITEAAVLLFYR 325 





□ > gi | 67 543 88 1 ref | NP__034714 . 1 1 H intelectin [Mus musculus] 
gi | 7513698 jpir | [JE0328 intelectin - mouse 

gi 13357909 j dbj [BAA31992 .1 1 H intelectin [Mus musculus] 

gi | 12841004 | dbj | BAB25043 , 1 | B unnamed protein product [Mus musculus] 

gi 1 3 7724014 | gb | AAQ17 802 . 1 1 H intelectin [Mus musculus] 

gi 1 3772 4016 lgblAAO17803 .1 | H intelectin [Mus musculus] 
Length =313 

Score - 554 bits (1427), Expect = e-156 

Identities = 255/313 (81%), Positives - 278/313 (88%) 

Frame = +1 

MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 282 
M QL FLLF++ TRG SEN W S SLPRSCKEIK E A DGLYFLRT 

MTQLGFLLFIMVATRGCSAAEENLDTNRWGNSFFSSLPRSCKEIKQEHTKAQDGLYFLRT 60 

ENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 462 
+NGVIYQTFCDMT+ GGGWTLVASVHEN+MRGKCTVGDRWSSQQG++ADYPEGDGNWANY 
KNGVIYQTFCDMTTAGGGWTLVASVHENNMRGKCTVGDRWSSQQGNRADYPEGDGNWANY 12 0 

NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 642 
NTFGSAEAATSDDYKNPGY+DIQA++LGIWHVPNKSP+ +WR SSLLRYRT TGFLQ LG 
NTFGSAEAATSDDYKNPGYFDIQAENLGIWHVPNKSPLHNWRKSSLLRYRTFTGFLQHLG 180 

HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 822 
HNLFG+Y+KYPVKYGEGKCWTDNGP +PWYDFGDA+KTASYYSP GQREFTAG+VQFRV 
HNLFGLYKKYPVKYGEGKCWTDNGPALPWYDFGDARKTASYYSPSGQREFTAGYVQFRV 2 4 0 

FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 10 02 
FNNERAA+ALCAG+RVTGCNTEHHCIGGGG+FPE +P QCGDF+ FDW GYGTH GYSSS 
FNNERAASALCAGVRVTGCNTEHHCIGGGGFFPEGNPVQCGDFASFDWDGYGTHNGYSSS 3 00 



R+ITEAAVLLFYR 
RKI TEAAVLLFYR 313 



Query: 


103 


Sbjct : 


1 


Query: 


283 


Sbjct : 


61 


Query: 


463 


Sbjct: 


121 


Query: 


643 


Sbjct : 


181 


Query : 


823 


Sbjct : 


241 


Query: 


1003 


Sbjct : 


301 
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07/04/2004 



RID=1088962026-6991-190467770063.BLASTQ4, 



Page 8 of 27 



□ > gi [ 2 8932 91 4 I gb 1 AAO6 0215 . 1 | intelectin 2 [Mus musculus] 
Length = 313 

Score = 540 bits (1391), Expect = e-152 

Identities = 249/313 (79%), Positives = 273/313 (87%) 

Frame = +1 

Query: 103 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRT 28 2 

M QL FLLF++ TR S E N W S SLPRSCKEIK E A DGLYFLRT 

Sbjct : 1 MTQLGFLLFIMIATRVCSAAEENLDTNRWGNSFFSSLPRSCKEIKQEDTKAQDGLYFLRT 60 

Query : 2 83 ENGVI YQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANY 4 6 2 

ENGVTYQTFCDMT+ GGGWTLVASVHEN++RG+CTVGDRWSSQQG++ADYPEGDGNWANY 
Sbjct : 61 ENGVI YQTFCDMTTAGGGWTLVASVHENNLRGRCTVGDRWSSQQGNRADYPEGDGNWANY 12 0 

Query: 4 63 NTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLG 64 2 

NTFGSAE ATSDDYKNPGY+DIQA++LGIWHVPN SP+ WRNSSLLRYRT TGFLQ LG 
Sbjct : 121 NTFGSAEGATSDDYKNPGYFDIQAENLGIWHVPNNSPLHTWRNSSLLRYRTFTGFLQRLG 180 

Query: 643 HNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPYGQREFTAGFVQFRV 82 2 

HNLFG+YQKYPVKYGEGKCWTDNGP PWYDFGDAQKTASYYSP G+ EFTAG+VQFRV 
Sbjct : 181 HNLFGLYQKYPVKYGEGKCWTDNGPAFPWYDFGDAQKTASYYSPSGRNEFTAGYVQFRV 240 

Query: 82 3 FNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSS 10 02 

FNNERAA+ALCAG+RVTGCNTEHHCIGGGG+FPE P++CGDF+ FD +GYGTH+ YS + S 
Sbjct : 241 FNNERAASALCAGVRVTGCNTEHHCIGGGGFFPEFDPEECGDFAAFDANGYGTHIRYSNS 30 0 

Query: 1003 REITEAAVLLFYR 1041 

REITEAAVLLFYR 
Sbjct: 3 01 REITEAAVLLFYR 313 



□ > gi 1 453 604 37 1 ref 1 N P„9 8 8 92 9 . 1 | H hypothetical protein MGC76330 [Xenopus tropical: 

gi 1 38174756 | gb j AAH6144 5 , 1 1 H Hypothetical protein MGC76330 [Xenopus tropicalis] 
Length = 339 

Score = 438 bits (1126), Expect = e-121 



Identities 


= 210/327 (64%), Positives = 238/327 (72%) 




Frame 


= +1 






Query: 


61 


CTQGKCS*DSDKITMNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKD 


240 






C Q S +KI L L+A TD + + F RSC EIK 




Sbjct: 


21 


CEQASI SEKKEKI LNLLACWTEDKTDNSGSRFSGSPTGDMSYGYRSCNEIKS 


72 


Query: 


241 


ECPSAFDGLYFLRTENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGS 


420 






PSA DG+Y L TE+G YQTFCDMT+ GGGWTLVASVHEN+M GKCTVGDRWS +QQG+ 




Sbjct: 


73 


SDPSAPDGIYTLATEHGESYQTFCDMTTNGGGWTLVASVHENNMFGKCTVGDRWSTQQGN 


132 


Query: 


421 


KAD Y PEGDGNWAN YNT FG S AE AAT S DD YKNPG Y YD I QAKDLG I WHVPNKS PMQHWRNS SL 


600 






PEGDGNWANY TFG E ATSDDYKNPGYYDIQAK+L +WHVPN +PM +WRNSS+ 




Sbjct: 


133 


TLQNPEGDGNWANYATFGLPEGATSDDYKNPGYYDIQAKNLALWHVPNNTPMFNWRNSSI 


192 


Query: 


601 


LRYRTDTGFLQTLGHNLFGIYQKYPVKYGEGKCWTDNGPVIPWYDFGDAQKTASYYSPY 


780 






LRYRT F G NLF +Y+KYPVKY GKC DNGP +PWYD G A+KT+S YSP 




Sbjct: 


193 


LRYRTQNSFFTEEGGNLFELYKKYPVKYDIGKCLADNG PAVPWYDLGSAEKTSSLYSPN 


252 


Query: 


781 


GQREFTAGFVQFRVFNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGF 


960 



G+ EFTAGFVQFRV N E+AA ALC G++V GCN EHHCIGGGGYFPE SP+QCGDFS F 
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Color Key for Rlignnent Scores 



<4<) 40-50 



1-13400 p» ¥IMf m fWW| ppwapwyt^^ i ff 

0 250 500 750 1000 



<owy^y^y?ixc«o»JWfr»»owo»>>>>x-:-:-:-:-:->>>: 




Sequences producing significant alignments: 



Score E 
(bits) Value 





37181842 |gb|AY358359.l| 


Homo sapiens clone DNA6 63 08 ITLN. . 


2317 


0 


0 


111: 




37724011 |gb|AY1573 62 .1 | 


Homo sapiens intelectin (INTL.) m. . 


2317 


0 


0 


Gil 


gi 


4497 612 8 jgb|AY549722 . 1 I 


Homo sapiens omentin mRNA, compl . . 


2 3 07 


0 


0 


Sli 




18088357 |gb|BC020664.1 | 


Homo sapiens intelectin 1 (galac. 


2292 


0 


0 


III!!! 




31542985 jrefiNM 017625.2 


| Homo sapiens intelectin 1 (gal.. 


2292 


0 


0 


Hill 


gi 


37724004 j gb | AY157361 . 1 | 


Homo sapiens intelectin (INTL) m. . 


2 2 8 6 


0 . 


0 


• ■Wnnj flAAAAfl 

Ull 


gi 


180917 82 |gb| AY065972 . 1 | 


Homo sapiens endothelial lectin . . . 


2248 


0 . 


0 


nn 


gi 


7019845 | dbj | AK000029 . 1 | 


Homo sapiens cDNA FLJ20022 fis, . . . 


2234 


0 . 


0 


pi 


gi 


8 09 6220 [dbj JAB03 67 06 . 1 [ 


Homo sapiens Itln mRNA for intel . . . 


2095 


0 . 


0 




gi 


2037 708 6 | gb | AF27I3 8 6 . 1 


Homo sapiens intestinal lactofer. . . 


1974 


0 . 


0 


III! 


gi 


48146564 | embj CR457224 . 1 | 


Homo sapiens full open reading . . . 


JL8S5 


0 . 


0 


Ill; 


gi 


37182927 jgb|AY35890 5 . 1 j 


Homo sapiens clone DNA108701 ITL . . . 


866 


0 . 


0 


gi 


180917 84 jgb|AY0 65973 . 1 | 


Homo sapiens endothelial lectin . . . 


866 


0 . 


0 


fill 


gi 


37 62 23 51 | ref j NM_0 8087 8 . 2 


Homo sapiens intelectin 2 (ITL. . . 


86 6 


0 . 


0 


nn 


gi 


37724015 igbj AY157364. 1 [ 


Mus musculus intelectin (Intl) m. . . 


676 


0 . 


0 


nn 


gi 


12841003 jdbi | AK007447 . 1 | 


Mus musculus 10 day old male pa. . . 


6_7_6 


0 . 


0 




gi 


37724013 |gb|AY157363 .1 | 


Mus musculus intelectin (Intl) m. . . 


636 


e- 


179 


Ull 


gJj 


6754387 |ref|NM 010584. l| 


Mus musculus intelectin (Itln) , . . . 


636 


e- 


179 




gi 


3357 908 | dbj [AB01649 6.1 | 


Mus musculus mRNA for intelectin. . . 


63 6 


e- 


179 




gi 


28932913 |gb| AY217760 , 1 1 


Mus musculus intelectin 2 mRNA; . . . 


62 6 


e- 


176 
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gi 


9 9 9 0 1 ^9 1 ^-mK i AT TC/m A 

aaaj^ida i emo | j\Lt j d 4± / 1 4 


. A A 


\ Human DNA sequence from clone . . . 


bb 1 


e 


-153 




18476709 j emb j AL 5 9 1 8 0 6 


, 16 


Human DNA sequence from clone . . . 


43 0 


e 


-117 


gi 


25046355! gb| AC08 3 892 . 


19 


Mus musculus chromosome 1 clone... 


287 


3e-74 


gi 


20502360 | dbj | AB061239 


.1 | 


Xenopus laevis mRNA for lectin . . . 


99 


le-17 


Ull 


gi 


L41392401 j emb|BX571811 


•5| 


Zebrafish DNA sequence from clo... 


7 3 


7e-10 


£?i 


38564116 j emb j BX649 53 2 


•7| 


Zebrafish DNA sequence from clo... 


73 


7e-10 


gi 


49 614137 | emb | BX2 84 6 8 8 


.12 


Zebrafish DNA sequence from cl . . . 


7 3 


7e-10 


gi 


49115331 |gb|BC073311. 


1| 


Xenopus laevis cDNA clone MGC:80. . . 


71 


3e-09 


gi 


492 55 9 64 j gb |BC07107 9 . 


11 


Xenopus laevis cDNA clone MGC:79... 


67 


5e-08 


gi 


2632075leiriblX82626.il 


XLCORGLEC X. laevis mRNA for cortica. . . 


67 


5e-08 




gi 


46 040 513 | dbj |BP692 5 58 


• 1 1 


Xenopus laevis NBRP cDNA clone: . . . 


61 


3e-06 H 


gi 


1841844|gb|U86699.l|XLU86699 Xenopus laevis oocvte lecti... 


_59 


le-05 




gi 


3 81747 55 | gb | BC0 61445 . 


11 


Xenopus tropicalis hypothetical . . . 


55 


2e-04 


1111 


gi 


453 6043 6 | ref | NM 203598.1 


Xenopus tropicalis hypothetica. . . 


55 


2e-04 


an 


gi 


2 5989471 |gb|AY07919 6.1 | 


Xenopus tropicalis egg cortical . . . 


54 


7e-04 


Hll 


gi 


45360964 | ref | NM_203519 . 1 


Xenopus tropicalis egg cortica. , . 


54 


7e-04 


Hiiyii 


gi 


11506911 emb | Z50155 . 1 1 


XLIGF1R X. laevis mRNA for insulin-1... 


52 


0 


.003 




gi 


46058673 | dbi |BP710274 


^J. 


Xenopus laevis NBRP cDNA clone: . . . 


48 


0 


.043 H 


gi 


^ D U J O / / / j '^liJ J j xj r / ij o o / o 


•1| 


Xenopus laevis NBRP cDNA clone: . , , 


48 


u 


.043 




gi 


A £ r\ "7 q n 1 r> I -J lx3r>ccQr>ric:c: 
o U JolJlU | ao J | brbyUUbD 


•1| 


Xenopus laevis NBRP cDNA clone: . . . 


48 


0 


.043 11 


gi 1 


46037729 | db j IBP689774 


•1| 


Xenopus laevis NBRP cDNA clone: . . . 


48 


o 


043 




cji 


2 8 971731 |dbi |AB105372 


•1| 


Xenopus laevis XEEL mRNA for em. . . 


48 


0 


043 ! 


1® 


gi 


46083753 | db j [BP735160 


•1| 


Xenopus laevis NBRP cDNA clone: . . . 


___4_8 


0 


043 




gi| 


46073306 j db j |BP724713 


•1| 


Xenopus laevis NBRP cDNA clone: . . . 


48 


0 


043 11 


gi 1 


13 899443 | gb | AC02 6844 . 


4| 


Homo sapiens chromosome 11, clon. . . 


44 


0 


67 


gij 


3158180 8| gb| AC12237 5 . 


41 


Mus musculus BAC clone RP23-469G... 


42 


2 


6 


gi 1 


15 881315 j emb j AJ3 3 6 8 97 


.l|HSA336897 Homo sapiens genomic s... 


42 


2 


6 


gi| 


14916182 |gb|AC092597. 


i| 


Homo sapiens BAC clone RP11-100N. . . 


42 


2 


6 


gi 1 


22266666 | dbi j AB073013 


• i| 


Vitis labrusca x Vitis vinifera. . . 


42 


2 . 


6 


gi 1 


22266664 | dbj | AB07 3 012 


• i| 


Vitis labrusca x Vitis vinifera. . . 


42 


2 . 


6 


gi 


22266660 ! dbj ! AB073010 


• ii 


Vitis labrusca x Vitis vinifera. . . 


42 


2 . 


6 


gii 


5442427 |gb| AF15 913 9 . 1 


IAF159139 Gossypium hirsutum phosph. . . 


42 


2 . 


6 


gi| 


47232553 j db j jABllllOl 


• i| 


Vitis vinifera gypsy-type retro... 


42 


2 . 


6 


gi 1 


47 23 2 549 | db j |AB111100 


• i| 


Vitis vinifera gypsy-type retro... 


42 


2 . 


6 


gi 1 


47 23 2 545 | dbj j AB097 92 5 


• i| 


Vitis vinifera VvmybA3 mRNA for. . . 


42 


2 . 


6 


gi 1 


47 23 2 543 | dbj j ABO 97 924 


4.1 


Vitis vinifera VvmybA2 mRNA for. . . 


42 


2 . 


6 


oi 1 


4723 2 541 j dbj |AB097 923 


•i|. 


Vitis vinifera VvmybAl mRNA for. . . 


42 


2 . 


6 


gi[ 


2275 9 512 ! emb | AL7723 67 


■V 


Mouse DNA sequence from clone R. . . 


42 


2 . 


6 


sU 


49640134jemb!CR382121 


■ 1 1 


Kluyveromyces lactis strain NRR. . . 


42 


2 . 


6 


g j - 1 


46090698 | dbj |BP742105 


,U 


Xenopus laevis NBRP cDNA clone: . . . 


42 


2. 




gi 1 


46088912 idbj |BP740319 


ill 


Xenopus laevis NBRP cDNA clone:... 


42 


2 . 


6 S 


gi 1 


46 0 84491 jdbj |BP73 5898 


■A I 


Xenopus laevis NBRP cDNA clone:... 


42 


2 . 


6 fi 



Alignments 





Si 


iet selected sequences 


m 


Select a SI . 


II 


Deselect 


all | 



□ > gi 1 371 8184 2 [ gb | AY35 8 359 . 1 | 11 Homo sapiens clone DNA66308 ITLN (UNQ640) mRNA, 
Length = 1176 
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Score = 2317 bits (1169), Expect =0.0 
Identities = 1169/1169 (100%) 
Strand = Plus / Plus 

Query: 1 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 60 

lllllllllllllllllllllllllllllllll IMIIIIIIIIIIIIIIIIIIII III 

Sbjct : 1 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 60 
Query: 61 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 12 0 

IIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIIII IIIIIIIIIIIIIMIIIIIIII 

Sbjct: 61 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 12 0 
Query: 121 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 180 

MIIIIIIIIIIIIIIIIIIIIIIIIEIIIIIII llllll lllllllllllllllll II 

Sbjct : 121 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 180 
Query : 181 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 240 

IIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI III lllllllllllllllll II 

Sbjct: 181 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 240 
Query: 241 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 300 

llllllllllllllllllllllllllllllllllll llllllllllllllllllll III 

Sbjct : 241 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 300 
Query: 301 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 360 

I II II IMhlllll; l!;M II II ill'lhll Mi IMIIIII;! 

Sbjct : 301 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 3 60 
Query: 3 61 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 42 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII IIIIIIIIIIIMIIMIII III 

Sb j ct : 3 61 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 42 0 
Query: 421 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 480 

1 1 1 1 1 1 1 ll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 421 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 480 
Query: 481 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 540 

IIIIIIIIIMIIIIIMIIIIIIIIIIIIIIMII llllllllllllllllllll II 

Sb j ct : 481 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 540 
Query: 541 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 60 0 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIII llllllllllllllllllll III 

Sbjct: 541 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 600 
Query : 601 ctgaggtaccgcacggacactggctt cctccagacactgggacataatctgtttggcatc 6 60 

IMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII IIMIIIIIIIIIIIMIII III 

Sbjct : 601 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 660 
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Query: 661 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 720 

III I II! Ill INI Ml MM III MM II MM Mill MINI III MM Ml MM! 

Sbjct: 6 61 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 72 0 
Query: 721 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 780 

1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 721 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 780 



Query: 7 81 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 840 

i 1 1 1 1 1 ] 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 781 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 840 



Query: 841 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcatt 900 

1 1 1 1 j r 1 1 1 1 1 r e 1 1 1 1 1 1 1 1 1 1 1 1 1 } 1 1 i 1 1 j 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 [ 1 1 

Sbjct: 841 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcatt 900 



Query: 901 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 960 

MIMM III MM lllllll III MIMIIIMI MIMIMII III MM II II! II 

Sbjct: 901 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 960 



Query: 9 61 gattggagtggatatggaactcatgttggt tacagcagcagccgtgagataactgaggca 1020 

III MM III MM III I IIIIIIIIM II III I III I lllllll IMIMI III MM 

Sbjct : 9 61 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 1020 

Query: 1021 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 1080 

1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 j 1 1 1 j 1 1 1 1 1 e r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 ! ! 

Sbjct: 1021 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 1080 



Query: 1081 accatgagat cccaaggatggagaacaacttacccagtagctagaatgttaatggcagaa 1140 

II MM III MM MIMIMII MM II III MM llllllll lllllll Mill III 

Sbjct: 1081 accatgagatcccaaggatggagaacaacttacccagtagctagaatgttaatggcagaa 1140 



Query: 1141 gagaaaacaataaatcatattgactcaag 1169 

I II IMIIMMI III II II I 

Sbjct: 1141 gagaaaacaataaatcatattgactcaag 1169 



□ > gi [ 37724011 j gb_|AY1573 62 . 1 | H!l Homo sapiens intelectin (INTL) mRNA, complete cc 
Length = 1203 

Score = 2317 bits (1169), Expect =0.0 
Identities = 1169/1169 (100%) 
Strand = Plus / Plus 

Query: 1 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 60 

II MM lllllll MMMMIIIIIMIIIIIMI llllllll MM I II II I MM 

Sbjct: 9 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 68 
Query: 61 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 120 
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Mllllll llllllllll MIIIIIIIIIMII lllllll MM lllllll II I II M II 

Sbjct: 69 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 12 8 

Query: 121 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 180 

IIIIMIIIIIIII Ml I Ml III IMIIMIIII I Ml MM Ml IIIIMI MM II 

Sbjct: 129 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 188 

Query: 181 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 240 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 r e i j 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 

Sbjct: 189 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 248 

Query: 241 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 300 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 J 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 249 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 308 

Query: 301 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 360 

1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 309 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 368 

Query: 3 61 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 42 0 

1 1 f 1 1 1 1 1 1 1 1 1 1 1 f 1 1 f 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 i I E I P 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 3 69 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 42 8 

Query: 421 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 48 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 

Sbjct: 429 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 488 

Query: 481 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 540 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 e 1 1 e 1 1 1 1 r 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 m 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 

Sbjct: 489 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 548 

Query: 541 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 600 

IMIMII III I llllll I III Mllllll lllllll Ml MM llllllllll MM II 

Sbjct: 549 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 608 

Query: 601 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 660 

MMIIMIIMMIIIIMIMMMMMIMM MIMMMIMIMMMIMI 

Sbjct : 60 9 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 6 68 

Query: 6 61 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 72 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M II M 1 1 1 1 1 M I II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 M M 

Sbjct: 669 taccagaaatatccagtgaaatatggagaaggaaagtgt tggactgacaacggcccggtg 728 

Query: 721 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 780 

MM MM I IIIMM II MM I II MMM II I III I I 

Sbjct : 72 9 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 788 

Query: 7 81 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 84 0 
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lllllllllllllll IMIIIIMIIIIIMIIIMIIIMIIIIIIIIIIIIIIIII! 

Sbjct; 789 ggccagcgggaat t cactgcgggatt tgttcagttcagggtat ttaataacgagagagca 848 
Query: 841 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcatt 90 0 

I lllllll I INIIMN INN Ml IMNMIINN IMII Mil 

Sbjct: 849 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcat t 908 
Query: 901 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 960 

llllllllll III II III Mill III llllllllllillllllllllllllll! 

Sbjct : 909 ggtggaggaggatact ttccagaggccagtccccagcagtgtggagatttttctggtttt 96 8 
Query: 961 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 1020 

II II II III II IN Mill III MINIM M MM MINI I 

Sbjct : 9 69 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 10 2 8 



Query: 1021 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 10 80 

: I ! I ! Ill I 1 1 I 1 1 1 .1 1 1 1 1 1 1 111:11 1 1 1 , 1 1 ; 1 1 1 1 1 i I I 1 1 1 1 I 

Sbjct: 1029 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 1088 



Query: 1081 accatgagatcccaaggatggagaacaacttacccagtagctagaatgt taatggcagaa 1140 

N INIM I MMIINI MMN IN IN IIIIINN II NUN 

Sbjct: 1089 accatgagatcccaaggatggagaacaacttacccagtagctagaatgttaatggcagaa 1148 



Query: 1141 gagaaaacaataaatcatattgactcaag 1169 

I IIINININ III llllllllllll 

Sbjct: 1149 gagaaaacaataaatcatattgactcaag 1177 



□ > gi I 4497 612 8 j gb 1 AY549722 . 1 | lill Homo sapiens omentin mRNA, complete cds 
Length = 1284 

Score = 2307 bits (1164), Expect = 0.0 
Identities = 1167/1168 (99%) 
Strand = Plus / Plus 



Query: 1 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 104 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 163 

Query: 61 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 12 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 N I 

Sbjct: 164 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 22 3 

Query: 121 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 180 

1 1 llllllllll III NININNIIII II I llllll I NIIIIIIIINI III INI 

Sbjct: 224 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 283 

Query: 181 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 240 

1 1 llllllllll III lllllll IN IN I IN IN NNIIINIIIINII III I IN 
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Sbjct : 284 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 343 
Query: 2 41 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 3 00 

llllllll Mill :! 1 l ! III MIL' h I 

Sbj ct : 344 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 403 
Query: 3 01 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 3 60 

i , i : I i 

Sbj ct : 404 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 463 

Query: 3 61 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 420 

I I I I I M II M I I I I I I I I II I I I II I I I I I I I I I I I I I I I I M I I I I I II I I I I I I M I 

Sbjct : 464 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 523 

Query: 421 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 480 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 524 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 583 
Query: 481 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 540 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 5 84 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 643 
Query: 5 41 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 600 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 644 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 703 
Query: 601 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 6 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 704 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 763 
Query: 6 61 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 720 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 > 1 1 1 1 1 1 1 1 

Sbjct : 7 64 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 823 
Query: 721 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 7 80 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 824 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 883 
Query: 7 81 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 840 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIM h I'll 

Sbjct : 884 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 943 
Query: 841 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcatt 900 

1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 _ 

Sbjct : 944 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcaccactgcatt 1003 
Query 901 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 9 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 'ii 
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Sbjct: 1004 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 1063 

Query: 9 61 gattggagtggatatggaactcatgttggttacagcagcagccg^ 102 0 

Sbjct: 1064 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 1123 

Query: 1021 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagac^ 1 080 
Sbjct: 1124 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 1183 

Query: 1081 accatgagatcccaaggatggagaacaacttacccagtagctagaatgttaatggcagaa 1140 

| I , , . I ; i 1 ' I I I I ; I 

Sbjct: 1184 accatgagatcccaaggatggagaacaacttacccagtagctagaatgttaatggcagaa 1243 

Query: 1141 gagaaaacaataaatcatattgactcaa 1168 
Sbjct: 1244 gagaaaacaataaatcatattgactcaa 1271 



□ >qi 1 180883 57 | gb | BC02 0 6 64 . 1 ] SilS Homo sapiens intelectin 1 (galactof uranose bir 
MGC: 22348 IMAGE : 4693329 ) , complete cds 
Length = 1209 

Score = 2292 bits (1156), Expect - 0.0 
Identities = 1165/1168 (99%) 
Strand = Plus / Plus 

Query: 1 agaaagctgcactctgttgagctccagggcgcagtggagggagggagt^ 6 0 

Sbjct : 15 agaaagctgcactctgttgagctccagggcgcagtggagggagggagtgaaggagctctc 74 

Query : 61 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 12 0 
Sbjct : 75 tgtacccaaggaaagtgcagctgagactcagacaagattacaatgaaccaactcagcttc 134 

Query: 121 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatactta^ 18 0 



Sbjct : 135 ctgctgtttctcatagcgaccaccagaggatggagtacagatgaggctaatacttacttc 194 

Query: 181 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 240 

Sbjct : 195 aaggaatggacctgttcttcgtctccatctctgcccagaagctgcaaggaaatcaaagac 254 

Query: 241 gaatgtcctagtgcatttgatggcctgtattttctccgcac 300 



Sbjct : 255 gaatgtcctagtgcatttgatggcctgtattttctccgcactgagaatggtgttatctac 314 
Query : 3 01 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcat 3 60 
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Sbjct: 315 cagaccttctgtgacatgacctctgggggtggcggctggaccctggtggccagcgtgcac 374 

Query: 361 gagaatgacatgcgtgggaagtgcacggtgggcgatcgctggtccagtcagcagggcagc 420 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I > I I I I I I I I I 

Sbjct : 37 5 gagaatgacatgcgtgggaagtgcacggtgggcgat cgctggt ccagtcagcagggcagc 434 

Query: 421 aaagcagactacccagagggggacggcaactgggccaactacaacacctttggatctgca 480 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 43 5 aaagcagtctacccagagggggacggcaactgggccaactacaacacctttggatctgca 494 

Query: 481 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 540 

I I " ' I II I ' . II I 

Sbjct : 495 gaggcggccacgagcgatgactacaagaaccctggctactacgacatccaggccaaggac 554 

Query: 541 ctgggcatctggcacgtgcccaataagtcccccatgcagcactggagaaacagctccctg 6 00 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Sbjct : 555 ctgggcat ctggcacgtgcccaataagt cccccatgcagcactggagaaacagct ccctg 614 

Query: 6 01 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 6 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 > 1 1 1 M 

Sbj ct : 615 ctgaggtaccgcacggacactggcttcctccagacactgggacataatctgtttggcatc 674 

Query: 6 61 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 7 20 

I II U 1 i L II I M M 

Sbjct : 675 taccagaaatatccagtgaaatatggagaaggaaagtgttggactgacaacggcccggtg 734 

Query: 721 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattactcaccctat 7 80 

" J ll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 

Sbjct : 73 5 atccctgtggtctatgattttggcgacgcccagaaaacagcatcttattact caccctat 7 94 

Query: 7 81 ggccagcgggaatt cactgcgggatttgttcagttcagggtatttaataacgagagagca 840 

I ll 1 1 1 ll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 795 ggccagcgggaattcactgcgggatttgttcagttcagggtatttaataacgagagagca 854 

Query: 841 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcatcactgcatt 9 00 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 

Sbjct : 855 gccaacgccttgtgtgctggaatgagggtcaccggatgtaacactgagcaccactgcatt 914 

Query: 9 01 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 9 60 

llllllillliilllllillllllllillllilllllilllliillllllllliiili 

Sbjct: 915 ggtggaggaggatactttccagaggccagtccccagcagtgtggagatttttctggtttt 974 
Query: 9 61 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 102 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 975 gattggagtggatatggaactcatgttggttacagcagcagccgtgagataactgaggca 1034 
Query: 1021 gctgtgcttctattctatcgttgagagttttgtgggagggaacccagacctctcctccca 1080 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ll 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
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